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Context
58
Southeast (SE) Asia is one of the most biodiverse regions in the world, hosting ~20% of mammal species,
59
but is experiencing rapid deforestation for agriculture and development. To assess the ecological 60 consequences of land-use change, there is growing interest in using environmental DNA (eDNA) to 61 monitor mammal populations, particularly threatened taxa that often underpin conservation policies [1] [2] [3] [4] .
62
Yet current efforts are hampered by the lack of a reference database of mitochondrial barcodes and together into three pools, normalized to 10 nM and sequenced across three lanes of Illumina HiSeq 2500 87 using SR100bp chemistry. In Berlin and Goettingen, mitogenomes were generated by author PRP and 88 CR using overlapping PCR products using long range PCR (Additional file 1c) followed by library 89 construction and MiSeq sequencing, or Sanger sequencing as described in [6] and [5, 7, 8] , respectively.
90
Author RM's mitogenomes were done using methods outlined in [9] . 
101
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